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<212> PRT 

<213> Homo sapiens 



<220> 

<223> human Kir5 . 1 alpha subunit monomer of inward 
rectifier potassium channel 



<220> 

<221> PEPTIDE 
<222> (351) . . (383) 
<223> tail region 
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<221> MOD_RES 
<222> (303) 

<223> Xaa = Lys or Glu 
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<210> 2 

<211> 1509 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> human Kir5 . 1 alpha subunit monomer of inward 
rectifier potassium channel 
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<221> CDS 

<222> (46) . . (1197) 

<223> human Kir5 . 1 alpha subunit 
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<221> unsure 
<222> (1279) 
<223> n = a, g, c or t 



<400> 2 

ttactactac aaaactcacc tggatcccta 
agcagctatc atattatcaa tgcggacgca 
atagctgaga agagaagagc aagaagacga 
tacttcaagc acatttttgg agaatgggga 
gtggacacca agtggcgcca tatgtttgtg 
ttgatatttg gctctgtctt ttggctcata 
ccagacatca caccttgtgt tgacaacgtc 
ctagagaccc aaaccaccat aggatatggt 
gccgtgctca tggtgatcct ccagtccatc 



agggcacagc aaagaatgag ctattacggc 60 

aaatacccag gctacccgcc agagcacatt 120 

ttacttcaca aagatggcag ctgtaatgtc 180 

agctatgtgg ttgacatctt caccactctt 240 

atattttctt tatcttatat tctctcgtgg 300 

gcctttcatc atggcgatct attaaatgat 360 

cattctttca caggggcctt tttgttctcc 420 

tatcgctgtg ttactgaaga atgttctgtg 480 

ttaagttgca tcataaatac ctttatcatt 540 
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ggagctgcct 
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attatgaggg 
gcttttttga 
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tggccaaaat 
ttataggtat 
accacgtggt 
ggaggatgac 
ccccggtaac 
aagcagtagc 
ctggaacatc 
ggtttaatga 
aaggaagtgt 
agcagctcca 
cgagacgaag 
accaccactt 
tttaaacang 
ctaccactga 
aagtgttatg 
aagataatct 



ggcaactgct 
gagagatggg 
agaaggaaca 
gatggcattt 
tattgtccat 
caaagataac 
tcaccaatct 
tgtcttggaa 
ggaagtatat 
catagaaaaa 
gtcatttagt 
tcgccacaca 
aatcctctgt 
atcattttat 
gctatgtttt 
aaaaattcca 



cgaaagagag 
aagctttgcc 
gttagagccc 
aaagacctca 
gaaattgacc 
tttgagattt 
agaagctcct 
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gccccctttt 
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tgaatatagg 
wgaatcccaa 
ctttcagcca 
atgatgatgc 
tagttctcag 



cccaaaccat 
tcatgtggcg 
aacttctccg 
aattagtcaa 
atgagagccc 
tggtgacatt 
atgttccccg 
agtattacaa 
gcagtgccaa 
ttcgagaatc 
ttgtcagcag 
gaaacacctt 
atgttagtcc 
atcaagtcgt 
tgggtaagta 
ttattaaaat 



tcgtttcagc 
cattggtgat 
ctatacagaa 
cgaccaaatc 
tctgtatgcc 
tatctatact 
araaattctc 
agtgaactgc 
gcaattggac 
ctgcacgtcg 
ctggtgaaaa 
atcagaaagc 
taaaattgca 
tgtaaacgtg 
gagtaagtta 
ttttcttgtt 
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<211> 24 
<212> DNA 

<213> Artificial Sequence 
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<223> Description of Artificial Sequence : primer 
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cctaagggca cagcaaagaa tgag 

<210> 4 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
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<223> Description of Artificial Sequence : primer 
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gtgtggcgaa agtggtggtc 
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